




Diversity Arrays Technology (DArT) effectively reveals DNA polymorphism in a large and complex genome of sugarcane
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genotype Q 813 Q 813 Q 813 Q 813 Q 813 Q 813 Q 813 Q 813 Q 813 Q 813 Q 813 Q 813 F172 F172 F172 F172 F172 F172 F172 F172 F172 F172 F172 F172
variant A 1-1 A 1-2 A 1-3 A 2-1 A 2-2 A 2-3 B 1-1 B 1-2 B 1-3 B 2-1 B 2-2 B 2-3 A 1-1 A 1-2 A 1-3 A 2-1 A 2-2 A 2-3 B 1-1 B 1-2 B 1-3 B 2-1 B 2-2 B 2-3
variant 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
Q 813 A I-1 1 1.000
Q 813 A I-2 2 0.989 1.000
Q 813 A I-3 3 0.986 0.993 1.000
Q 813 A II-1 4 0.982 0.988 0.987 1.000
Q 813 A II-2 5 0.984 0.989 0.988 0.989 1.000
Q 813 A II-3 6 0.980 0.986 0.986 0.988 0.988 1.000
Q 813 B I-1 7 0.986 0.991 0.991 0.985 0.987 0.983 1.000
Q 813 B I-2 8 0.986 0.991 0.993 0.988 0.990 0.989 0.992 1.000
Q 813 B I-3 9 0.983 0.989 0.990 0.981 0.984 0.981 0.989 0.990 1.000
Q 813 B II-1 10 0.981 0.987 0.989 0.987 0.986 0.988 0.986 0.989 0.988 1.000
Q 813 B II-2 11 0.985 0.991 0.989 0.988 0.988 0.987 0.988 0.989 0.984 0.988 1.000
Q 813 B II-3 12 0.969 0.972 0.975 0.980 0.977 0.981 0.972 0.978 0.969 0.981 0.978 1.000
F172 A I-1 13 0.979 0.981 0.981 0.975 0.977 0.976 0.980 0.982 0.980 0.979 0.977 0.966 1.000
F172 A I-2 14 0.979 0.981 0.981 0.972 0.975 0.971 0.983 0.980 0.981 0.976 0.978 0.959 0.992 1.000
F172 A I-3 15 0.982 0.985 0.983 0.976 0.979 0.976 0.983 0.984 0.982 0.979 0.981 0.962 0.993 0.993 1.000
F172 A II-1 16 0.981 0.983 0.982 0.977 0.980 0.976 0.980 0.982 0.980 0.980 0.981 0.963 0.992 0.991 0.994 1.000
F172 A II-2 17 0.977 0.978 0.978 0.976 0.976 0.975 0.975 0.978 0.976 0.979 0.977 0.965 0.990 0.987 0.991 0.992 1.000
F172 A II-3 18 0.960 0.962 0.964 0.963 0.963 0.964 0.962 0.966 0.965 0.967 0.959 0.955 0.980 0.975 0.977 0.977 0.979 1.000
F172 B I-1 19 0.978 0.980 0.980 0.971 0.974 0.971 0.981 0.980 0.983 0.980 0.977 0.957 0.991 0.992 0.992 0.990 0.987 0.976 1.000
F172 B I-2 20 0.971 0.975 0.978 0.968 0.971 0.971 0.978 0.978 0.979 0.979 0.973 0.956 0.988 0.988 0.989 0.987 0.985 0.978 0.993 1.000
F172 B I-3 21 0.980 0.981 0.980 0.975 0.977 0.975 0.981 0.981 0.978 0.978 0.979 0.965 0.993 0.993 0.993 0.991 0.989 0.977 0.991 0.988 1.000
F172 B II-1 22 0.974 0.978 0.978 0.975 0.976 0.976 0.977 0.979 0.975 0.978 0.979 0.966 0.991 0.988 0.991 0.991 0.990 0.977 0.988 0.986 0.992 1.000
F172 B II-2 23 0.975 0.978 0.977 0.974 0.977 0.975 0.977 0.980 0.976 0.977 0.978 0.964 0.990 0.988 0.991 0.991 0.991 0.978 0.988 0.987 0.991 0.993 1.000
F172 B II-3 24 0.952 0.952 0.955 0.959 0.958 0.960 0.949 0.957 0.949 0.960 0.957 0.957 0.973 0.966 0.969 0.970 0.973 0.964 0.967 0.969 0.973 0.978 0.977 1.000
average 0.979 0.982 0.982 0.978 0.979 0.978 0.980 0.981 0.978 0.979 0.977 0.964 0.989 0.987 0.989 0.988 0.987 0.979 0.988 0.986 0.989 0.990 0.988 1.000





Letters A and B represent two independent replicates of digestion and ligation reactions i.e. the first step of preparation of genomic representation
Roman numbers represent the type of PCR amplification when the products of digestion and ligation reaction serve as templates to amplify genetic representation:                                                      
I - 1 x 50 ul reaction, II - 3s x 17 ul reactions pooled
Arabic numbers represent incdependent replicates
